A szálkaperje (Brachypodium distachyon) LOB-domain transzkripciós faktorok géncsaládjának jellemzése, és két fehérjéjének kölcsönhatás-vizsgálata by HASH(0x7fe98957fb40)
A szálkaperje (Brachypodium distachyon) A ,B és D típusú ciklinjeinek teljes hosszúságú aminosav-szekvenciái alapján készült szekvencia-illesztés 
A szekvenciák 50-75% százalékában előforduló konszenzus aminosavak szürke, a szekvenciák több mint 75%-ában előfordulók fekete háttérrel kerültek kiemelésre. 
 
 
cycB2-2(Bradi1g29830)    1 --------------------------------MEN------------------RVHAMGSENTMEGVKFASETAANTNRRALRDIKNIIGNPHQHLAVSKRG-------LLEKPAAADPKNQRGFAGHRPVTRKFAATMATQPASA-PPAPVGSD------RQ-----------------------------------KRNADTAFHTDMECT-----------K--IS-----DDSP-L 
cycB2-3(Bradi5g18397)    1 MER----------------------------AREN------------------RRPVVG-------KP-VPSVRDMGNRRPLRDINNHVGAQPYPCAIAKKP-------MLEKKRDE---QKPAPVSRRPVTRKFAASLNPGGE---PVAPGVDP------HN-----------------------------------EPIPDGTTDDDIESV---------------D-----D----- 
cycB1-3(Bradi2g10890)    1 MASRR------------------QAPARDVLAQEH------------------KAGGDAARLARRTKSMVAQQPAARTRRALVDVGNLINGRAALAAA----------------------DKCGKAI------------R-----QHKENNRV---------------------K-----------------------PEIIVISSDSEKEKK------IPGKRA--AS-----RRAP-I 
cycB1-1(Bradi2g52760)    1 MATRN------------------QNVAAAPQLQQN------------------RAIGGGVHVLGKQKVAMAGRPDAKNRRALGDIGNVVNVRAAEGKP----------------------QLQEQPAHRPVTRNFGAQLLKDAQAKAKKNPGARP-AVRLTRKEAPA-KFVPPPP-----------------------EHVIEISSDSEVSTRKQSKGSVSSVRK--GS-----RKEV-I 
cycB1-5(Bradi2g21330)    1 MATRH------------------QNAAAAPQPAN----------------------RGAAVPAAKQKAAAAGRPEARNRRALGDIGNLVHPQALDC--------------------------LKEGINRPITRSFGAQLLKNAQANGAVANKVAIAPARQAAAPKPA-KKAPAK------------------------AKITTIP---DQAKKPSEAVASSSAQK--AS-----RKKV-V 
cycA1-1(Bradi2g31632)    1 --------------------------------MSTLV-AG-------------RRSSVSSKAENIGARAAKLTAQDKKRVALGNLTNIVGGRASA-----------ADVKLSSSNSVASVKKGSFASFPNVNSKWGSLTKTTS---------NQFDQAISHHGNALQKENLSCLPLPDIMRTLAP----HRS--LSGLSDD-SVSMEDDMLTCNSV--QSPDLEYLDNE-----GSSV-A 
cycA1-1(Bradi2g31626)    1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 
cycA1-1(Bradi2g07952)    1 ---------------------------------------------------------MAESAGGAKLVDPVAVQQAKKRVALGNITNIAAGAMGRTGCGKVAVATPGNARLHSTTSAAPVKKGSLASVQNAIANRSLAVKSAS---------TRPTPK--------AEDIVPPPKVPTVMPIAASAIVPCCSFASPQHSED-SISTDETMSTSDSM--KSPDLEYIDNG-----DSLV-L 
cycA1-1(Bradi2g07946)    1 --------------------------------MSSTAAASRRLSSSAAT-ATAKRPAMAENAGGAKPAGRMAAQQPKKRVALGNLTNVA-------------------ARLHSATSTVPVKKGSLASARNVITNRGSAVKSVS---------TRPTPVTSCRGSTTQKEIVPPPKLPAAMPIVAPPIVPCSSFVSPRHSAD-SMSTDETMSTCDSM--KSPDFEYIDNG-----DSSV-L 
cycA2-1(Bradi4g06827)    1 MAARKDNPVLIACQAPSGRITRSQAANRGKFGMAHPVPVSGKIERKPAVARKVKRGALDENA--CASAATSAPQPKRR-AVLKDVTNISLANSSKN-CIAVT----------KLQSRPPQKVGRILSKKKQSAK----------------------------------K----VTKPSLLAVSGTSFVNDSNIIEEAQKTKILAPKDEPITLVGTN--GSPSLQNIERN-----RDSG-L 
cycA3-1(Bradi1g70627)    1 --------------------------------MEDKENAGSA--------------------------APPAKRPRRERKALAELPTG---------SATN------------SASAP-------------------------------------------------------------------------------------------------P--PSPQRASKPRT-----RSQV-A 
cycA3-1(Bradi4g03470)    1 --------------------------------MSDKENVLPAAAAAAAAGPRVTRAAAKRAA--SSGASSSGAAAKRKRVALGELPTL---------CNAA------------AVPGQ-------------------------------------------------------------------------------------------------P--SRPVKPAKPAA-----A----- 
cycA3-1(Bradi1g14820)    1 --------------------------------MADKEN------SAFASAPRLTRASAKRAA--AVT--AVAVAAKRKRVALSELPTL---------PNAV------------VQSHT-------------------------------------------------------------------------------------------------K----PKKSSHV-S-----K----- 
cycD7-1(Bradi3g06910)    1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MEDGHDEEIRSSSNC 
cycD3-2(Bradi4g08357)    1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAFAA-L 
cycD5-3(Bradi1g70907)    1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGDA-STSGPA-T 
cycD5-2(Bradi4g03121)    1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAAMELGAEQEEECSP-C 
cycD5-1(Bradi1g14606)    1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MEAEDYSA-G 
cycD6-1(Bradi1g24990)    1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 
cycD1-1(Bradi4g29467)    1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MP-D 
cycD3-1(Bradi3g58300)    1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVPSYD-C 
cycD4-1(Bradi4g32556)    1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MAPSYE-M 
cycD4-2(Bradi3g38417)    1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----APSCYD-V 
cycD2-3(Bradi1g60647)    1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----GSNASS-- 
cycD2-2(Bradi1g21230)    1 ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MPFLYNLVM----GMLLLG-A 
cycD2-2(Bradi1g21237)    1 -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----GIFFLG-A 
 
 
cycB2-2(Bradi1g29830)  123 PMLF------------EMDDLMS-SE-LKEIEMEDSEEV-------APDIDSCDA-----GNSLAVVEYVDELYSFYR--KTEDL---SCVSPTYMS-RQT--------DIN---EKMRGILIDWLIEVHY--KLELLGETLFLTVNIIDRYLAQENVVR-----------KKLQLVGVTAMLLACKYEEVSVPVVDDLILICD---------RAY--TRADILEMERMIVDTLEFNMSV 
cycB2-3(Bradi5g18397)  108 ------------------NDEMD-----EEEQNENVDES-------LMDIDSADL-----GNPLAATEYVEEIYKFYR--ENEET---SCVHPDYMS-SQE--------DIN---EKMRAILVDWLIEVHY--KFELMDETLFLTVNIIDRFLEKKVVPR-----------KKLQLVGVTAMLLACKYEEVSVPVVEDLVLISD---------RAY--TRGQILEMEKLILNTLQFNMSV 
cycB1-3(Bradi2g10890)  108 HTLT------------SILTKCS-RASDGVISSPKKAPA-------TYDIDASDA-----QDEFAVVDYVEDIYRFYK--STEGT---CRPLCSYMS-SQA--------EIN---ERMRAILTDWLIEVHD--KLLLMPETLYLTVYIIDQYLSMESIPK-----------KELQLVGVSAMLIACKYEEIWAPLVKELLCISN---------YAF--SREQVLIKEKSILNKLQWNLTV 
cycB1-1(Bradi2g52760)  150 NTLT------------SVLTARS-KVAAGIIDKPLE-----------VDIDKLDG-----DNQLAVVDYIEDIYNFYK--VAENE---CRP-CDYIE-SQV--------EIN---SKMRAILADWIIEVHQ--KFDLMPETLYLTMYIIDQFLSMQPVLR-----------RELQLVGVSALLISCKYEEIWAPEVNDFILISD---------SAY--TREQILSMEKGILNRLQWNLTV 
cycB1-5(Bradi2g21330)  139 DTLT------------KVLTARS-KVACGLTGRPKEP---------VEDIDELDK-----NNELAVVDYIEDIYKFYM--TAQHE---SRP-VEYMG-NQP--------EIN---PKMRAILADWIVEVTH--KFELMPETLYLTIYIVDMFLSVQQVPR-----------RELQLVGVAAMLIACKYEEIWAPEVNDFISISD---------NAY--SRPQILGMEKSILNKMAWNLTV 
cycA1-1(Bradi2g31632)  160 RATPLHCCANDKLHISDSRDV-TVTNLRKQGSTPMEIDS-------IFDIDINCE------DPQLCATLACDIYKNLR--EAETK---KRPSPDYVKATQN--------DID---TSMRAVLIDWLVEVTE--EYRLVPETLYLTVNYVDRYLSHKEINR-----------HKLQLLGIACLLIAAKHEEICPPQVEELCYITD---------NTY--IKDEVHGSMQI----------- 
cycA1-1(Bradi2g31626)    1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MH 
cycA1-1(Bradi2g07952)  158 DS--LQQRANANLRISEESDV-EGTKWKKDATTPMEIDN-------ISDVDDNYK------DPQLCATLPSDIYMHLR--DTETR---KRPASDFLETMQK--------DIN---PSMRAILIDWLVEVSE--EYRLVPDTLYLTVNYIDRYLSGNEINR-----------QRLQLLGVACMLIAAKHEEICAPQVEEFCYITD---------NTY--FKDEVLEMEASVINYLKFEMTA 
cycA1-1(Bradi2g07946)  171 DS--LQRRANANLRISEDSDV-EGAKWKKDATAPMEIDT-------ICDVDNNYE------DTQLCATLASDIYMHLR--EAETR---KRPATDFLEKMQK--------DVN---PSMRAILIDWLVEVAE--EYRLVPDTLYLTVNYIDRYLSGNEINR-----------QRLQLLGVACMLIAAKYEEICAPQVEEFCYITD---------NTY--FKDEVLDMEASVLNYLKFEMTA 
cycA2-1(Bradi4g06827)  181 HEAF----------F-QGRKIRDKSETADSKTGDSAVSN-------IVDIDKDNG------NPQMCVSYAAEIYTNLM--ASELI---RRPKSNYMEALQQ--------DIT---KGMRGILVDWLVEVSE--EYKLVPDTLYLTVYLIDQFLSRKYIER-----------QKLQLLGITSMLIASKYEEICAPRVEEFCFITD---------NTY--TKTEVLKMECQVLNDLGFHLSV 
cycA3-1(Bradi1g70627)   57 REAT---------AA-EGEDA----RKRKGSA-DVTRPV-------VSGQPDAGA------AQGSVVPYIGDIDRYLRSLEVRQS---RRPRDDYVGTIQK--------DIN---AKMRGILVNWLVEVAE--EFRLQADTLYLAVTYVDRFLTAIAVPR-----------NKLQLLGVASLFVAAKYEEINPPKVNKFSDITD---------STY--TNQQVVKMEADILKYLNFEVGS 
cycA3-1(Bradi4g03470)   77 ----------------VEEEA----HVDEGMCAPTTPPA-------ASEEASGGG------DPQLCGTYASDIYTYLRSMEVEPA---RRPAANYIETVQT--------DVT---ANMRSILVDWLVEVVE--EYKLVADTLYLTVSYVDRFLSANPLGR-----------NRLQLLGVAAMLIAAKYEEITPPHVEDFCYITD---------NTY--TKQELVKMESDILKLLDFEMGN 
cycA3-1(Bradi1g14820)   66 ----------------RKKPL----PVREPTT---APVP-------VPDAADEIG------DPQLCAPYASDIYSYLRSMEVEAK---RRPAADYIETVQK--------DVT---SLMRGILVDWLVEVAE--EYKLVSDTLYLTISYIDRFLSANSLNR-----------QKLQLLGVSAMLIASKYEEISPPNVEDFCYITD---------NTY--MKQELIKMESDILNLLKFEMGN 
cycD7-1(Bradi3g06910)   16 SNDLLLYCDEAPFAAEDDF----------SPVPPAAA-------------------------IVDCDDAVDELMREYK--AKERCFA-PAAGGGYLRRLLHDCGGGGEGGLSSSVSSARSKAIHYILYAYG--RLGLAAATAFNAANYLDRFLAINCHLS--------WELWMVEVVSVACLSVACKLDEVNIPPLHHLQMEEV---------LRHSFRASTVRDMELTLLKALQWRLAC 
cycD3-2(Bradi4g08357)    7 FA-DSLYCPEEHLDLFQEPAE-E------EELQPAVVVM-------------EDE------VRA--------LLEALR--GKEEEL--------MSMA---PE-VVGDGGYG---EEGREAAVGWAAGAAA--RLGFSALTAALATAYLDGCFLPLRMRL-------DGRPWMARLAAVACVALAAKVEETRVPALLDLQLCAAAAGAEEEEGGAYVFDPKTVRRMELLVLSTLAWRMHP 
cycD5-3(Bradi1g70907)   12 PT-STLICLEDGNDLFVDD---D------GDSPAAAADL-------RLAAAGDDD------ARLLLLDTDDEYVALML--SKEGGGC-GAGG------------EETMDEWT---KAARAACVDWIVKTNA--RFLFSGNTAYVAVTYLDRFLAQRRVDT-------G-QGWALELLAVACLSLAAKLEEHRAPRLPELGLL-V---------DGYDFDSASITRMELLVLATLNWQMIA 
cycD5-2(Bradi4g03121)   18 GG-FSLTCQEDGADLGDGVVD-D------GDLFLLYSAA-------A----------------AAAAGDDDEYVEQLV--SKETSGF-FSDSGDADAE---CS-SAASEDWF---LEARLASVKWILQTRG--CFGFAHRTAYLAIAYFDRFCLRRRVDR-------AAMPWAARLLSMACVSVAAKMEEYRAPALSEL----D---------GGYEFCSGSVRRMELLVLSTLGWRMAA 
cycD5-1(Bradi1g14606)   10 CS-FSLMCQEDGADLGDGFTS-D------DDGGEMFFMH-------N----------------AANENEEEEYMEHLV--SKETSFC-SSPE---SSA---PS-IAGSEDWL---QCTRRATVKWILETRG--HFGFCHRTAYVAVAYFDRFSLRRCVDR-------SVMPWATRLLAMACVSLAAKMDEYRAPALSELCFCGA---------GGYEFSSVSIRRMELLVLSTLDWRMGA 
cycD6-1(Bradi1g24990)    1 -----------------MDMA---------------GEE-------EYAYEYEFD------LENPFTSPADEPIASLL--DAEGP---HSPSVSA----------------A--ASSARRQAAGFISKVRYDGELAVHPRVAYLALNYVDRYLSKRQLPC-------EHKPWAPRLLAVSCLSIAAKMQRVDAISIADIQR-----------DEEFMFDAVSIRRMERLVLGALEWRARS 
cycD1-1(Bradi4g29467)    4 DA-SYLLCAEDAAGAAFFLDA-G------AST-CTTAEND------GYWCS-GAA------DDEKESAAAASFIAELI--GGEAD---YSPRSDYPDQLR-------SRSVD---PAARADSVAWILKVQV--SYGFLPLTAYLAVNYMDRFLSLHRLPQ--------EDGWAMQLLAVTCLSLAAKMEETLVPSLLDLQAITL-LLLSTAESTRYIFEPQTILRMELLILTALNWRLRS 
cycD3-1(Bradi3g58300)    8 AA-SVLLCAEDNTAILGLDDE-V------GDEECSWAAATPRRHAATAAAA-ADG------FLMDYPVQSDECIAALV--EREEE---HMPKEGYPQELRRPL-----GELD--LAAVRRDAVDWIWKVIE--HYNFEPLTAVLSVNYLDRFLSVYELPE--------GKAWMTQLLAVACLSLAAKMEETYVPLPLDLQV----------GDAKFVFEARTIKRMELLVLRILKWRMRA 
cycD4-1(Bradi4g32556)    8 AA-SILLCAEDSSSILGFGEE-E------EAAAVKAASW--------SPYS-GDV------FAADLPLPSEECVARWV--ETEAE---HMPREDYAQRLR-------AGGVD---LLVRTDAIDWIWKVHT--YYSFGPVTACLALNYLDRFLSLYQLPE--------GKTWMTQLLAVACLSVAAKMEETSVPQSLDLQV----------GDAQYVFEAMTIQRMELLVLSTLKWRMQA 
cycD4-2(Bradi3g38417)    9 AA-SMLLCAEDNVSIMDFDEA-E------VEEEPIAA-A-------------ADF------GADLFPPQSEECVAGLV--ERESE---HMPRPDYGERLLLAAAAGCGGGVD---LRVRSEAVDWIWKVYT--YYSFGPLTAYLAVNYLDRFLSRYELPE--------DKAWMAQLLSVACLSLAAKMEETYVPRSLDLQI----------GEEQYAFEAKTIQRMELIVLSTLNWRMQA 
cycD2-3(Bradi1g60647)    8 SS-SILLCTEDSATLWG-DDG-E------VTE----GAE---------LVH-DYS------GFSGPQLESDELVESLM--AKEREQLTGTATGLYLERLS-------HGGLE---LSCRNDAIDWICKVQA--RYSFGPLCVYLAVNYLDRFLSSKQLP---------------------------------------------------ACGTKYVFEANAIQRMEVLLLSALEWRMHS 
cycD2-2(Bradi1g21230)   17 SL-TLA---------------------------CLGDRE---------VGH-GAT------GD-LFPVDTDEAVGLLM--EKEMD---HRPNDGYVKRLE-------QGGFE---SSWRKDAIDWICKVHS--NNNFGPLSLCLSVNYLDRFLASFNPLH--------DKSSTEKFIAVACLSLAVKMEETIAVLPIDFQVN------EEVFDANYEFGSKNIKMMELLVLDTLKWRMRA 
cycD2-2(Bradi1g21237)    9 SS-SLLFAEEDMSSVLGLRDG-E------VAAAGRGGLD---------FLD-AAA------GA-VFPVDSDEVVRLLM--EKEMD---YRPKDGYVERLQ-------QGGFE---SSWRKDAMDWICKVHS--YYNFGPLSLCLSVNYLDRFLDSFNLPL--------DKSWMQQLMSVACLSVAVKMEETVVPLLVDLQV----------CDPKCEFEARNIKRMELLVMETLKWRMQA 
 
 
  
cycB2-2(Bradi1g29830)  296 PTPYC----FMRRFLKAAQ-----SDKKMELLSFFIIELSLVSYEMLKFQPSMLAAAAIYTAQCTING-----------FKSWNKCCELHTRYSEEQLMDCSRMMVELHQGAAHGKLTGVH-----------RKYSTFKYGCAAKSEP-----A-GFLLDA------------------------------------------------ 
cycB2-3(Bradi5g18397)  272 PTPYV----FMRRFLKAAD-----SDKQLELVSFFMLELCLVEYQMLKYRPSLLAAAAVYTAQCAINH-----------CRHWTKICELHSRYSRDQLIECSNMMVQFHQKAGGGKLTGVH-----------RKYSTLKFGCAAKVEP-----A-VFLLL------------------------------------------------- 
cycB1-3(Bradi2g10890)  282 PTVYM----FIVRYLKAAM-----GDKELENMAYFYAELALVQYSMLIYSPSMTAAAAVYAARCTLDV-----------CPLWSDTLQHHTGLSEEELLGCARRLVSLHSTAAASKQKVVY-----------NKYTDPKLGAVALYSP-----S-KKLLPVSDSD-------------------------------------------- 
cycB1-1(Bradi2g52760)  319 PTAYV----FLVRFAKAASSSDLKNDKEMENTSFFFAELAMMQYQLVQFKPSIVAASSVYAARLTLKR-----------TPLWTDTLAYHTGFTESQLMDCAKILVTAHATAPESKLRVVY-----------KKYSNEKLGEVSLRPP-----A-LEFCK------------------------------------------------- 
cycB1-5(Bradi2g21330)  310 PTPYV----FLVRFVKAAG-----NDKELEHMVFFFAEMALKEYNMVSLCPSLVAASAVYAARCTLKK-----------SPIWTGTLEHHTTFNETQLLEPAKVLVNAHAAAPESKLRAIY-----------KKYATEQFGRVALHPP-----A-VAAQGV------------------------------------------------ 
cycA1-1(Bradi2g31632)  335 --GSCFLFVSFPVF--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
cycA1-1(Bradi2g31626)    3 ICPKYFLLFDNRRFIRAAQVCHERPALHLEFLASYIAELSLLEYSLLCYAPSLIAASSVFLANFILKP----------TRNPWNTSLSYHTQYKPSSLHDCVKVLHLLFRVGPGSNLPAIR-----------EKYSQHKYKFVAKKYCPPSIPV-EFFQDTRY---------------------------------------------- 
cycA1-1(Bradi2g07952)  342 PTAKC----FLRRFVRAAQVCDEDPALHLESLACYVTELSLLEYSLLVYPPSLVAASALFLSKFILQP----------TKSPWNSTLAHYTQYKASELCDCVKELQRLFCVAPGSKLPAIR-----------EKYSQHKYKFAAKKQCPPMVPA-DYFCDAAC---------------------------------------------- 
cycA1-1(Bradi2g07946)  355 PTPKC----FLRRFVRVAQVCDEDPALHLEFLANYVAELSLLEYSLLAYPPSLVAASAVFLSKFILQP----------TKCPWNSTLAHYTQYKASELCDCVKALHRLFSVGPGSNLPAIR-----------EKYSQHKYKFVAKKQCPPLVPA-DFFRDATC---------------------------------------------- 
cycA2-1(Bradi4g06827)  357 PTTKT----FLRRFLRAGAAD-TASPVTLGYLANYLAELTLTEYGFLKFLPSVVAASAVFLARWTLDQ----------SDLPWNCTLEHYTSYKSSDIEICVCALRELQHNTSGCPLNSIR-----------EKYRQEKFECVSDLLSPELAQF-LFSRQANDINPLLINN-----------S-------------------------- 
cycA3-1(Bradi1g70627)  231 PTIRT----FLWRFIACCGGN-CGSAKQLEFMCSYLAELSLLDYDCIKFLPSVVAAACLFVARFTISP----------KTRPWNSTLQRNTGYKVSDLKSCILRIHDLQLGREYQDLDAIR-----------NKYSGRKFGCVSSMTPPEEISA-SFLRDFSR---------------------------------------------- 
cycA3-1(Bradi4g03470)  246 PTIKT----FLRRFMKSGPEDKKRSSLLLEFLGSYLAELSLVDYSCLQFLPSVVAASAVFLARLTIAP----------DCNPWSKEMQKLTGYKASELKDCIRAIHDLQLNRKGLSLTAIR-----------DKYKQHRFKCVSTLLPPVEIPA-SYFQDSE----------------------------------------------- 
cycA3-1(Bradi1g14820)  232 PTAKT----FLRMFIRSSQEDKKYPSLSLEFMGSYLSELSLLEYSCLRFLPSAIAASAVFVAKLTLDP----------DTNPWSKKLQSVTGYKASELKDCITTIHDLQLRRKGSSWNAIR-----------DKYKQPRFKGVSALLPPVHIPA-SYFEDLKE---------------------------------------------- 
cycD7-1(Bradi3g06910)  199 VTPYSYLQLLLLPTASPAD----------RSLCTRLLLRCLSEPSFLRFDASVVAAAALRCTTAAAASNLTIPA------------PLSTQLGYDDQAEECFKMMKKLALLELDSSSNSSSSSQREDQNYTAENAANHLQGTIGSTPPISVTDP--FQNTTEDDDRSCSTS-------TVNNRSSAVIGRRRRLFGAPDIEFHEDV--- 
cycD3-2(Bradi4g08357)  186 VTPFSFLHPLALPAPRLQ-------------RCEAALLAAMPDRRWPRHRPSSWAAAALLATTATTGD----------DAQLLALINAPEVSNHIDEVAECAKILNGGDNNNKR-----KR-AAAG------PHSPPLS--------PSGVISAAAFFSSE-----SSADS-----------WPPASASSSPGRTGRPLKRAAPDDAWP 
cycD5-3(Bradi1g70907)  191 GTPFPYLGCFAARLRHDD-------RKAIVLGAVRCIFASIKAMSSVEYQPSTIALASILVA-CGANNKEEGTTSPDVDEELKAILGSSWQQLHTGHVYSCYRVMIREEDRSMQ-----QS-S-RE------VASSGVSVAHIGMSSDSSSIAMGANNNNNNNNSNSNATT-----------STEATPDNKRKRLHSP----------- 
cycD5-2(Bradi4g03121)  195 VTPFDYLPCFSSRLDRHGGGGHD--PARVAIKSIGFIFATAQASSVLDYRPSTVAAAAILAASCGALLTQEALE-------AEMGYLSPSCIIEKEHVHACYSMMVGGLKNRMS-----N-----G------KRSLPCS-------EDSNEAATSTYDSVVDDVADTAAFS-----------A-AVSETNKRIRLELPGIR-------- 
cycD5-1(Bradi1g14606)  188 VTPFDYLPCLSSRLLRPANGGAG--AGALVKAAAALIFSAAQVASVLDYRPSTVAAAAVLAATHGT-LTKEALG-------SKMIHLSPSCLPEKEEVYACYTRMLGDPSPPAS-----KN-K-NG------KRSAAI------------VLTDSTYDSS----FDAASFS-----------VAPAMNNNKRVRLELPLADIHR----- 
cycD6-1(Bradi1g24990)  155 VTPLAFLGFFLSECFPPPRHPPL--LAAVKARAVDLLLRAQPEVKMAEFSPSVVAASALLAAAGEVAG-AQLLP-------AFQAGVAACPFVNSEKLRECGEAMAAACGVGPAAM---------------------------SADTPSTVLGHGHYRSASSESDRTVGSV---ANG---------ADAKKRCCMGPPSQWG------- 
cycD1-1(Bradi4g29467)  196 VTPFTFIDFFACKVDPRGKHTR-----YLIARATQIILAALHDIKFLDHCPSTMAAAAVLCATGETPT-LPFVN-------P-SLAVNWCIGLAEEGVSSCYKLMQPLLSGKRANT--------------------------------------AEAVNLCSDETPFSNSS--------S---CTTPPPPKRRKRSPPVT--------- 
cycD3-1(Bradi3g58300)  201 VTACSFIDYFLHKFNDRDAPSM-----LAYSRSSDLILSTAKGADFLVFRPSELAASVALASFGECNS-S-VLE-------R---ATTSCKYINKERVLRCYELIQDNITMG-------NI-VLKS------AGSSIFS----VPQSPIGVLDAAACLSQQSDDTTAG--------SPATCYQN--SSASKRRRIGR------------ 
cycD4-1(Bradi4g32556)  190 VTPFSYIDYFLHELNGGNAPSR-----SAVRRSAELILRISRGTDCLEFRPSEIAAAAAATVAGEDCT-V--DI-------D---MARCCTYVDKERVLRCHEAIQAM----DLMPVAPKT-ARRG------RASSVSS----APRSPTGVLDA-ACLSCRSDGTTTAAS------SPASSAFDSSPVCSKRRKISR------------ 
cycD4-2(Bradi3g38417)  193 VTPFSYIDYFLGKLNGGNESPQ-----CWLFRSAELILCAAKGTGCLGFRPSEIAAAVAAAIVGAVD-----GA-------A---IAKACTHVDKERVLQCQEQLLHRQPAMAVSSIDDTV-PPTT------SASSSST----APRSPVGVLDA-SCLSYKSDDTATIAAHG----SRCCSRHDSSPVTSKRRKISS------------ 
cycD2-3(Bradi1g60647)  154 VTPFSYIAYFLNKFNEEKPLTN-----DLVSRSTDLILDTLKVTKFLQFRPCEIAAAVALSVAAEARS-VDFHS-------A---LAGSKIPLDKQNARRCHEAIQEMA----------------L-------VKKNTN----TSASPSAVLDA-TCFSVESDDNRIPGISLQTIDSSNVNDNQACSPASKRTKLS------------- 
cycD2-2(Bradi1g21230)  181 VTPFSFMRYFLDKFNEGKAPTY-----TIASRCAELIVNTVKDSRFVSFRPSEIAATMVLSTLAENHA-TRFNN-------A---LAASEIPVNKDMIVRCYELMWMNR----------------G------NQS---------PHSPIDVLDA-ACFSSRSDGTPLGSSQ---SNNNGSNNDQDSTLASKRRRLGTTPS--------- 
cycD2-2(Bradi1g21237)  189 VTPFSFMCYFLDKFNEGKPPSY-----MLASRCAELIVDTVKDFSFLSFRPSEIAAAVVLSALVENQV-VDFNS-------A---LAASEIPVNKEIIGRCYELLVKRR----------------G------DQSARSS----VPHSPIAVLDA-ACFSFRSDDSALGSSL---SNN----NDQASTPASKRRRLSTSPI--------- 
 
  
 
 
 
 
